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The title compound, C 16 H 12 N 2 O, exists in the crystalline state as the 5-imino-3,4-diphenyl-1H-pyrrol-2-one tautomer. The dihedral angles between the pyrrole and phenyl rings are 35.3 (2) and 55.3 (2) . In the crystal, inversion dimers linked by pairs of N-HÁ Á ÁN hydrogen bonds generate a graph-set motif of R 2 2 (8) via N-HÁ Á ÁN hydrogen bonds.
Related literature
For general background to 5-iminopyrrol-2-ones, see: Alves et al. (2009) . For crystal structures of related compounds, see: Zhang et al. (2004) .
Experimental
Crystal data Table 1 Hydrogen-bond geometry (Å , ).
Symmetry code: (i) Àx þ 1; Ày þ 3; Àz þ 1.
Data collection: APEX2 (Bruker, 2010) ; cell refinement: APEX2; data reduction: APEX2; program(s) used to solve structure: SHELXS97 (Sheldrick, 2008a) ; program(s) used to refine structure: SHELXL97 (Sheldrick, 2008a) and SHELXLE (Hü bschle et al., 2011); molecular graphics: OLEX2 (Dolomanov et al., 2009) ; software used to prepare material for publication: SHELXL97. supplementary materials Acta Cryst. (2014) . E70, o162 [doi:10.1107/S1600536814001032] 5-Imino-3,4-diphenyl-1H-pyrrol-2-one Evgeny Bulatov, Tatiana Chulkova and Matti Haukka
Comment
The goal of this work was to determine which of the possible tautomers, viz. 5-Imino-3,4-diphenyl-1H-pyrrol-2-one or 5amino-3,4-diphenyl-2H-pyrrol-2-one, is stabilized in the solid state.
In the title compound, the C1-N1 and C4-N1 bonds have the same length (1.380 (3) Å), which is longer than the C4-N2 bond length (1.271 (2) Å). In combination with the features of the difference Fourier map, this allows the unambiguous location of the hydrogen atom at the N1 atom. Thus, the title compound exists as 5-Imino-3,4-diphenyl-1Hpyrrol-2-one in the crystalline state. Two monomeric title compounds are linked together by hydrogen bonds N-H•••N making a graph-set motif of R 2 2 (8) ( Table 1 , Fig. 2 ).
Experimental
3,4-Diphenyl-1H-pyrrol-2,5-diimine (0.121 mmol, 0.030 g) was hydrolyzed in undried chloroform (1 mL) for 1 week at room temperature. The yellow crystals of 5-Imino-3,4-diphenyl-1H-pyrrol-2-one were obtained from the reaction mixture.
Refinement
The crystal of the title compound was immersed in cryo-oil, mounted in a Nylon loop, and measured at a temperature of 100 K. The X-ray diffraction data was collected on a Bruker Kappa Apex II diffractometer using MoKα radiation (λ = 0.71073 Å). The APEX2 (Bruker AXS, 2010) program package was used for cell refinements and data reductions. The structure was solved by direct methods using the SHELXS-97 (Sheldrick, 2008a) program. A multi-scan absorption correction based on equivalent reflections (SADABS, Sheldrick, 2008b ) was applied to the data. Structural refinement was carried out using SHELXL-97 (Sheldrick, 2008a) with the Olex2 (Dolomanov et al., 2009) The NH hydrogen atoms were located from a difference Fourier map and refined isotropically. Other hydrogen atoms were positioned geometrically and were also constrained to ride on their parent atoms, with C-H = 0.95 Å and U iso = 1.2 U eq (parent atom). The highest peak is located 1.08 Å from atom H6 and the deepest hole is located 0.98 Å from atom N1.
Computing details
Data collection: APEX2 (Bruker AXS, 2010); cell refinement: APEX2 (Bruker AXS, 2010); data reduction: APEX2 (Bruker AXS, 2010) ; program(s) used to solve structure: SHELXS97 (Sheldrick, 2008a) ; program(s) used to refine structure: SHELXL97 (Sheldrick, 2008a) and SHELXLE (Hübschle et al., 2011); molecular graphics: OLEX2 (Dolomanov et al., 2009) ; software used to prepare material for publication: SHELXL97 (Sheldrick, 2008a) . 
Figure 1
The molecular structure of the title compound with displacement ellipsoids drawn at the 50% probability level.
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Figure 2
The structure of the R 2 2 (8) dimeric graph-set motif of the title compound.
5-Imino-3,4-diphenyl-1H-pyrrol-2-one
Crystal data Refinement. Refinement of F 2 against ALL reflections. The weighted R-factor wR and goodness of fit S are based on F 2 , conventional R-factors R are based on F, with F set to zero for negative F 2 . The threshold expression of F 2 > σ(F 2 ) is used only for calculating R-factors(gt) etc. and is not relevant to the choice of reflections for refinement. R-factors based on F 2 are statistically about twice as large as those based on F, and R-factors based on ALL data will be even larger. C8-C7-C6 119.7 (2) C16-C15-H15 119.7 C8-C7-H7 120.1 C15-C16-C11 119.9 (2) C6-C7-H7 120.1 C15-C16-H16 120.0 C7-C8-C9 120.3 (2) C11-C16-H16 120.0
Hydrogen-bond geometry (Å, º) D-H···A D -H H···A D ···A D -H···A N1-H1···N2 i 0.93 (2) 1.96 (2) 2.882 (3) 172 (2) Symmetry code: (i) −x+1, −y+3, −z+1.
